Quality control for genotyping: Quality control included a genotyping call rate of >95% with no discordances on repeat genotyping of a random 5% of the sample, no significant departures from Hardy-Weinberg Equilibrium within each study group (exact p-value>0.01), and MAF >5%. Both cases and controls were chosen based on their self-reported ancestry; however, to avoid confounding due to population stratification in both African American and European
) (Howie, Carlson et al. 2006 ) with a minor allele frequency (MAF) 10% and an r 2 threshold of 0.80 (as reported in HapMap) to ensure nearly perfect LD to infer information on all SNPs captured by the tag set.
Quality control for genotyping: Quality control included a genotyping call rate of >95% with no discordances on repeat genotyping of a random 5% of the sample, no significant departures from Hardy-Weinberg Equilibrium within each study group (exact p-value>0.01) , and MAF >5%. Both cases and controls were chosen based on their self-reported ancestry; however, to avoid confounding due to population stratification in both African American and European
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American populations, all samples were screened using ancestry informative markers (AIMs, 74
SNPs) and the STRUCTURE package as described previously (Gao, Rafaels et al. 2009 ). Therefore, there is 80% power to detect an odds ratio of 2.06 with a disease allele frequency of 0.10.
